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Group Art Unit: 1641 


In the Specification: 

Please insert after the last page of the specification, before the claims, the Sequence Listing 
submitted herewith, which contains SEQ E) N0:1. 


Replace the paragraph at page 30, line 25 through page 31, line 3 of the specification with the 
following paragraph, 

RNA fi^om a source to express the cDNA corresponding to a given tag is first 
converted to double-stranded cDNA using any standard cDNA protocol. Similar conditions used 
to generate cDNA for SAGE library construction can be employed except that a modified oligo- 
dT primer is used to derive the first strand synthesis. For example, the oligonucleotide of 
composition 5'-B-TCC GGC GCG CCG TTT TCC CAG TCA CGA(3 0)^3 '(SEQ ID N0:1), 
contains a poly-T stretch at the 3' end for hybridization and priming fi-om poly-A tails, an Ml 3 
priming site for use in subsequent PGR steps, a 5' Biotin label (B) for capture to strepavidin- 
coated magnetic beads, and an AscI restriction endonuclease site for releasing the cDNA fi-om 
the strepavidin-coated magnetic beads. Theoretically, any sufficiently-sized DNA region capable 
of hybridizing to a PGR primer can be used as well as any other 8 base pair recognizing 
endonuclease. 

Replace the paragraph at page 83, lines 1-28 of the specification with the following paragraph. 

Alternatively, in another embodiment, analogous diagnostic and prognostic assays 
can be conducted with the marker protein or nucleotide and the probe as solutes in a liquid phase. 
In such an assay, complexes comprising the marker protein or nucleotide and the probe are 
separated fi-om uncomplexed components by any of a number of standard techniques, including 
but not limited to: differential centrifiigation, chromatography, electrophoresis and 
immunoprecipitation. In differential centrifiigation, such complexes may be separated fi-om 
uncomplexed assay components through a series of centrifiigal steps, due to the different 
sedimentation equihbria of complexes based on their different sizes and densities (see, for 
example, Rivas, G., and Minton, A.P., 1993, Trends Biochem ScL 18(8):284-7). Standard 
chromatographic techniques may also be utilized to separate such complexes fi-om uncomplexed 
components. For example, gel filtration chromatography separates molecules based on size, and 
through the utilization of an appropriate gel filtration resin in a column format, for example, the 
relatively larger complexes may be separated from the relatively smaller uncomplexed 
components. Similarly, the different charge properties of such complexes as compared to the 
uncomplexed components maybe exploited to differentiate the complexes fi-om uncomplexed 
components, for example through the utilization of ion-exchange chromatography resins. Such 
resins and chromatographic techniques are well known to one skilled in the art (see, e.g., 
Heegaard, N.H., 1998, J. Mol RecogniL Winter 1 1(1-6): 141-148; Hage, D.S., and Tweed, S.A. J 
Chromatogr B Biomed SciAppl 1997 Oct 10;699(l-2):499-525). Gel electrophoresis may also be 
employed to separate such complexes from unbound components (see, e.g., Ausubel et al, ed.. 
Current Protocols in Molecular Biology, John Wiley & Sons, New York, 1987-1999). In this 
technique, protein or nucleic acid complexes are separated based on size or charge, for example. 


